: Kaplan-Meier analysis of overall (left) and disease-free (right) survival in 79 patients with cervical cancer. Solid line: patients with higher than median miR-218 expression level (n=39); dotted line: patients with lower than median miR-218 expression (n=40).
: qRT-PCR analysis of miR-218 levels in SiHa and ME-180 cells after 48 h transfection with 10 nM each of pre-miR negative control (miR-NC) or pre-miR-218 (miR-218). miR-218 expression levels were normalized to RNU44 expression, relative to cells transfected with miR-NC.
Figure S3:
The expression of top 10 candidate genes were assayed using qRT-PCR after 48 hrs miR-218 or miR-NC transfection (10 nM each) in SiHa and ME-180 cells.
Gene expression levels were normalized to GAPDH. Representative histology of a metastatic lymph node (H&E staining) demonstrating the capsule of the lymph node, the lymphocyte infiltration, and the metastatic tumor deposit.
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Primer sequence used for qRT-PCR and cloning
5'-GGATGGTAGTTTTGAGTCACCAC-3' 5'-CACGAGGATAGCTCTCATACTGT-3' TMPO 5'-CCCCTCGGTCCTGACAAAAG-3' 5'-CGCTCTTCGTCACTGGAGAA-3' TCF19 5'-GGGGCGGTGATCTCTACAC-3' 5'-GGGAGTCGGACATTATTGACCA-3' DCUN1D1 5'-TCTGTGATGACCTGGCACTC-3' 5'-TGTTTGGAGAACTCGCACTG -3' KIAA1524 5'-GAACGCCACTCAGCTTTTGC-3' 5'-GAAGCACTTATGTTGGGGTCTT-3'
